. Permutation analysis of C. difficile RT078 strains. Four maximum likelihood phylogenies based on core genes alignment are shown. Each phylogeny includes randomly selected 52 C. difficile RT078 strains based on different hosts (human, 13 and animal, 13) and geographical locations (North America, 13 and Europe, 13). Strains isolated from food and environment and strains from Asia and Australia were not included due to limited number of strains. All four permuted phylogenies demonstrate similar patterns of mixing between human and animal strains as well as North American and European strains. 
